Chlamydiales define very ancient obligate intracellular pathogens of phagotrophic eukaryotes 32 including animals and amoebae, already intracellular more than 1 billion years ago [1] . An 33 unexpected phylogenomic signal uniting these pathogens to plants was discovered in the late 34 nineties, when the first Chlamydiales genomes became accessible [2] . At that time, it was 35 noticed that 35 out of a total of 894 genes within the human pathogen Chlamydia trachomatis 36 genome shared a common ancestry with eukaryotes [2] . Surprisingly most of these were more 37 closely related to plants than to animals, despite that the latter defined their natural hosts (an 38 observation herein referred to as "the plant-chlamydia paradox"). This result was unexpected significantly, the majority of these genes concern products which today are found within in the common ancestor of the Archaeplastida was recently proposed [17, 18] . This 99 speculative reconstruction was initially made by comparing the extant biochemical pathways 100 of storage polysaccharide metabolism in red and green algae [17, 18] . This speculative 
